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FIGURE 1A 

1 cagcaagaag ttgatccgtg ggtggaatcc aggtctccag agtgtaaagt aagcctgaca 
61 catttagaga ttatgaatag ttaagtttga ataggtcaga ggatgtcaac agtttggctg 
121 ggctagagaa gtatttagaa aaatagtagg aaatcaggtt aaagaaataa ataggagaca 
181 gattacaggg tgctttaaat aatataagaa taataagaat ttggattttt agccatactt 
241 ttgaaattaa gcaataaaat ccctttttaa ataaaaatct tatatatgag acaccaatat 
301 gcaaaacaaa ttaaaaggag gtggtttctc caattgaagc tgttccctct ccctgccctc 
3 61 agcctctcag gagaaaagct ggaaaaccct aaagagaaag tttgacaagt gtgaacagtc 
421 atgctgcaga catgtgtggg gcaaggtagt gatacagcaa gtggcacaca gtccaggtag 
481 agggatgtac gctgaaggca gaaagcacag agaggggacc accaggctgc cagtgggaag 
541 ggaaggcaaa gatgctggac acaaaaagaa tcagaaagag aggggagtag ttcaaagact 
601 cacattcagc ggccgtggaa ggacagtgca atcacaaaaa tagtgaaagg caaaggagga 
661 ggctgccttt gtaaggcagt gatgtgcttt tatgtgtttc tgtcatctag acatttgtgc 
721 tgcactatgc tgtagtcaaa gggatagaaa gtagcacttt tttctctatc agttttcttc 
781 tgatctcaaa tagatgaaac aaagtctact gcaagaggca gaaaaagctg aacttcgtta 
841 catttaaaat tgtaagtgcc tgagagtctg tctgaaagcc caatgagaag aaaatacagg 
901 attcctaatg cccccttcca gaaaggaaaa agaaccattt ccatttctgc aatatttctg 
961 ttcctttgca caatccggat aattagcaca tttattttta tctttaaaaa ctcttgcccc 
1021 cactgtggag ttaagtacaa tggaatgatt catttcacgt ataattattt taaaacccaa 
1081 ggttcttctt gtgcttttaa aaaataaacg atgagtgaaa cgtgttgaat atgtgcctct 
1141 gagtacagga attccaaagc ggattatttg gattgcggat cagtgacagt ttttggcaag 
1201 cctagttgga tgaggacagt ctccttttcc tctgcgtttg tgaaccttgt gatgaaagtg 
1261 ctcccgccct tttctgagaa cagaaagcct gactcaggca ggcagctgct gctcttaaaa 
1321 cagctcgagc cggcagcctc ccctgctggg gtgagcgcca ccgcagagat gaagctgaag 
1381 ctgtcgaact ggtgctggct gagctccgct gtcctcgcgg cttatggctt tttggtcgtg 
.1441 gccaacaatg agacggagga aattaaagat gaagcagcca aggacgcctg cccggtgaga 
1501 ctagaaagca gagggaaatg cgaagaggta ggcgggtgtc cctaccaggt gaacctgccc 
1561 cccttgactc ttcagctccc caagcagttt ggcaggattg aggaggtgtt caaagaggtc 
1621 cagaacctca aggaaattgt gaacagcctg aagaagactt gccaagactg cagactgcag 
1681 gctgacgaca accgagaccc aggcaggaat ggactgctgt caccgggcac aggagccccg 
1741 ggagaagctg atgacagcag agttagagaa ttggagaacg aggttaacaa gctgtcctct 
1801 gacctgaaga atgccaagga agagatcgac gggcttcagg gtcgcctgga gaagctgagc 
1861 cttgtaaata tgaacaacat agaaaattac gttgataaca aggtggcaaa cctaacgttt 
1921 gctgtcaata gtttggatgg caaatgttca tcgcggtgtc ccagtcaaga acaaatacag 
1981 tcacgtccgg gtatgtataa taatgccttc ttatcatttg ttccggaatg ttttatagct 
2041 agacaatacc cataaacatt aacctgggaa aataaaggac agattaagta aattaagcct 
2101 tttatgcatc aaggtagtac aggcaaaact actgtctttg cagatgtgac cacagaaagg 
2161 ttagaagacc taaggaacca aaaaaaatca taaagagttc tgtctccatt agaaagcact 
2221 ttgaatttca aagaccttat gtgctgacgc cagaactaca cacaaacaga gtggagaagg 
2281 caaatttctt aacgtgtcat tgtgtttaac atttatctct tcactggaat gtctgaaaac 
2341 aatggagata aggcagtgtt tgtggttgta ctctggaaat caggttttgg tttttttttt 
2401 ttttgtggcc gggtgattgc tgcttgtgtg gcaacaagag acctttgaaa gattttagca 
2461 agtaatctgt acttcataat cccaaatatc tcgtggaaag caaagacttt atagatgaaa 
2521 taaaagcagc ttgtaggctt cacatgtgtg cacaactgtt tgctttgaga tctagtggca 
2581 caaaagcatt ttaaggggag ttttgatatg ccactaaagt taggaatatg ttcttattcc 
2641 ttcctctctt tcactagaat tcaagcatgt gacaatagaa cccatcttcc ccatccagat 
2701 tatctgaatt aactttagta aataaattaa ctttagtaaa aaaagatcac aaacctaact 
2761 gtctactctg cacaagaact gctggctgtg gcactggttc tcccaaaccc tggttttccc 
2821 cacatgagtt cctagggcca ttgctgactg tggtcttatt acattttgga aaggcatctc 
2881 tgcattagaa tttctgctta ttgtaagtgt gaggttaaag gatatggcac ttgcagcaga 
2941 gatggtattc atttggaaca agtacctacc ttatgcgtgc tccattccca gggaatctag 
3001 gagtgaaggg agttgggagt ttcatggacc actgttgtta ttactcccag cagcctgtat 
3061 ctaagggtac cctgcacatt gcaaggcaga ggttcaagtc aggtaacaca cctgggtgct 
3121 tgttagacgg gatgcttcat ggcagtttgt aatgacaaga acaagagtct actgcctgtt 
3181 tttctactaa gattggggca agtatctgaa tgtttgagtt ctaaatatac atgaatagat 
3241 taagtgtggc tcatagtgtc ttctaccaaa cttgctttat ctagcaccta tttttataga 
33 01 aattatctgg gagtaaatgt ctgtatttga ttcctgcaga accacagtag ctgattatta 
33 61 tacttattct gaatacaagt acgtgtggtt tccttctaga atccaaacgt gaaacactaa 
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FIGURE 1A (CONT'D) 



3421 atattttcct ggataataaa ttcagaagaa gaatactggt atataattaa attttttaac 
3481 ttgaacttct ttaattgtca agcaagtaaa ataaatggaa atgttgatca gtgctgtact 
3541 ttagaatttt aatgtatcaa ttggaaaaat cctataaaat gtcctcaaag tggaggctat 
3601 tagcatctct aggtcaaagg aaacagaagc atgtgtttcc tctgcctgca tggaatgcag 
3 661 ttccgggaga agtggaatca cctgaccttc agggccaagg gatacagtgc ttacaaggac 
3721 aaggtttgca gccaaccaga tctgagtttg tgtcctggct ctgccactga aagtttctgt 
3781 gaagttggga aagccagtga tctcctttga gcctaaatat tctttctcac cagcagaatg 
3841 gtaataatat ctacgtcata cagttcacgt gcagaccaag tgtgaaaatg ttatcaagtc 
3901 attggccaaa tgcctagagc aactggggag cccttatgaa atattacgga attattgaga 
3961 ctattctctt tatttcttgc tggtgatgtt tgctgttcac attatcaata ttatcaccaa 
4021 ccaagaaagt gttggagagc ttggtctgct ttataacacc aggttcttgt tctgaggcct 
4081 ttaacaagca tttgccaaat aggttcaagt acgtttagca gagccaggtt tcattatcac 
4141 cattgactga gttatcaaac tgcttttgta catctaaaga attctttcaa tgcatagttt 
4201 ttattaacaa aatccaatgc ctttattttt tttttcactc cttcagttca acatcttata 
4261 tataaagatt gctctgaata ctacacaata ggcaaaagga gcagtgagat ctacagagtt 
4321 acaccggatc ccaaaaacag tagctttgaa gtttactgtg acatggagac catgggggga 
4381 ggctggacag tgctgcaggc acgtcttgat ggaagcacca acttcaccag aacatggcga 
4441 gactacaaag ttggctttgg aaacctcaga agagaatttt ggttggggaa tgataaaatt 
4501 catcttctga ctaagagtaa ggatatgatt ctaagaatag atcttgagga ctttaatggt 
4561 atcaagctct atgccttgta tgatcacttt tatgtggcca acgagtttct caaataccgt 
4621 ctacacattg gtaactataa cggcac'cgct ggagatgcct tgcgtttcag taaacattac 
4681 aaccatgaca tgaagtattt caccacccca gatagagaca acgatcgata tccctctggg 
4741 aactgtgggc tctactacag ctcgggttgg tggtttgatg cttgtctttc tgcaaactta 
4801 aatggcaaat attataacca aaaatacaga ggtgttcgaa atgggatttt ctggggcacc 
4861 tggcctggta taagtgaggc acaacctggt ggctacaggt cctctttcaa agaagccaaa 
4921 atgatgatca gacccaagta ctttaagcca taaatcacta atgcttattc ctctgggtat 
4981 tcatttccta atagggcaat taattccttc agcactttgg aatgtgtttc atactcctct 
5041 tcatggctta aaacttatct ctgagcaatg ggttcttatg ctatacagga tttgaaataa 
5101 agctgaaaaa tatgccttgt aaagaagtcc tttgttgctg ttacactgtt atccaaataa 
5161 acacttgcaa gcaaggggaa tattgagaat tacacattag atttataatt ctcttacttt 
5221 cttctatttg aaaagttttt attgctcatc ttactcactc gaactaaaaa taattgctta 
5281 ttcagcaggc taaattttac acgagtaatc tgtattttgc ctgagacttg aagacatctg 
5341 aaggcatatt actcttttca ggccctaaat aactattggg tatttatttg tctctaaata 
5401 ccctattcct cattctgaga taaacttact ctatttatgg catttacagc attttagttc 
5461 ccaagcaaag ggaaatatgt ataattaaac ctgttcatgt actaatcctg aaatgctaaa 
5521 ttttatttaa aatattttaa aatgcgacaa tatactgtcc ctcctaaaag cattcagaaa 
5581 attaatttaa ccttaaagac catggtttaa aggtaattca ttcatagttt ataattcctc 
5641 agatgtttta tgataaaaac tgctttaaca taaaaaccgt cttcctttgc tcttttgcat 
5701 aatagtttta aatttaagac tgctcactac tgtatgagac tactggtaga ttttctttgg 
5761 taggtatggg tggggaatga agcacttatt tatagactat aacactctga aggccaatgt 
5821 tatatccaaa gcaataatat cattaagtga ttcatttcat tcaaagctaa gttgtatagg 
5881 acaaagagat aaatctattc acaaaaagca tatgaatttt gaaatatata cagaacaatg 
5941 gttcaaacat tatatacttt aaccctactg gtgtatttct tatttttcta tcagaagatt 
6001 caaatatagt tttttttaac aaaacaaaaa tagaatttta caattcatta attttagaat 
6061 gcaagtatta tatttaaaag attataaaaa ttgttaaatt gcatcattgt aaaaaaggga 
6121 tcacttcaga gagaacagca gtattctact gcatgttaaa aaaaaaaaaa tgctcttgga 
6181 gttcccgtca tggttcagcg gttaacaaac ctgactagta tccatgggga tgcaggtttg 
6241 atccctggcc tcactcagtg ggttaaggat tcggtgttgc catgagctgt ggtataggtc 
6301 acagacgtgg cttggatctg gcattgctgt ggctgtggcc ggcagctata gctccaattg 
6361 gacccctacc ctgcaaatgt gccacaggtg caacccaaaa aaaaaaaaaa aaaaaaaaaa 
6421 aaacagctct agagtaaaat ctgaaagaat acactgtact atgtgagtca tacaaataca 
6481 ttcaatcttt aatttctagt gtctgtttct actaacaaag attttaaagt aaattcacaa 
6541 aaatgcagct ttccccatta tttgaaaaga ttaaggaaga gagtagcttt agggaagaag 
6601 ctaacttttt gaatattgcc gtatattaaa aagtctaatc aagaagaagc aagatactct 
6661 tttaaaaata tataacatgc aaagttttca ggcaaacatg atgaaaacta tgtttttatg 
6721 aatactatta aaatactgaa gcaagagaaa tgcaaataga attaagtgat gaccaaaatg 
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FIGURE 1A (CONT'D) 



6781 taaaatacca ttgtagactt caaaggcttc atttctactt aataggatac caaatgtaaa 
6841 tgttgtaact aatttattct atatttctct cttttttctt gtaaaacaag actaagaaga 
6901 ttttgatatt atataatgta tttcagacaa gggtattttc acttactata tataactata 
6961 tatatatata taagtttagg tatatttctg tgatcaaaag tgcactcctt aaaaaatata 
7021 gttctaaaga aaaatagctc atataagcga gtgtcccctg atttagtgag aaacaggtgt 
7081 agtttcagga gaatgtggca aacaattcat ttgatcgaca taaatactca aaagtttgtc 
7141 cttccagttt tccatcttat ttcaaagaat caaaatttta ttttccatca tacttttatg 
7201 gcacctttct aataacaaat tacgtaacat agaaattcct ttttgaaatc atttcgtgtc 
7261 acttattatg atactagata tattttagac tttgatgatc tttaacatat tgatggaaat 
7321 agactatata tgagagaatt tttttgcctt aacacaacca tttactaata tatgataatg 
7381 gtcgtaaata tggcttgact actagcaaat atattatttt agcatcttgc cttagttcca 
7441 ttttaatggc tagtattctc ttaattaaca aattgtttca agctttatca tatttgaaaa 
7501 tattggctaa aattattggg tccttagaaa tcccaaatgg aactggttca ctcatcactg 
7561 aggaaaaaaa aatcaaattt tctctgataa gtagttatgc tccaaatgaa atttattgga 
7621 tggatccaat aaataaagga tccatccwat aaataaagaa cttaaataca caaagataaa 
7681 aaaatatcca agtaccaaaa tttgctggct cttagttttg aatggctact caaggaaagg 
7741 gtagaaggtt taaaggtaaa acatgatgcg taactcgtca caataagccc ttgcttagaa 
7801 ttaatatttt cctttatgta taaatacgtt gatgtttcat gtcttttaaa aacttgtgaa 
7861 ataaaagatt taatcttcaa atctatttct tcactgtggg aacatgggtt actggttgca 
7921 aaataatttt tacgtacttg tctgaaaagt tggaaaaggt ttacctaact agacaataac 
7981 tttgacactt cgaaggcttt aatgtgtcct atttcatcaa caggaagtcc gagaggcaaa 
8041 tagaggaaca cca 
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FIGURE IB 

MEGLiKLSlSWCWLSSAVIiAAYGFLVVANl^ 

YQVNLPPLTLQLPKQFGRIEEVFKEVQNLKEIWSLKKTCQDCRLQADDNRDPGRNGL 
LSPGTGAPGEADDSRVRELENEVNKLSSDLKNAKEEIDGLQGRLEKLSLVNMNNIENY 
VDNKVANLTFAVNSLDGKCSSRCPSQEQIQSRPVQHLIYKDCSEYYTIGKRSSEIYRV 
TPDPKNSSFEWCDMETMGGGWTVLQARLDGSTOTTRTWRDYKVGFGNLRREFWLGND 
KIHLLTKSKDMILRIDLEDFNGIKLYALYDHFYVANEFLKYRLHIGNYNGTAGDALRF 
SKHYNHDMKYFTTPDRDNDRYPSGNCGLYYSSGWWFDACLSANLNGKYYNQKYRGVRN 

G I FWGTWPG I S E AQ PGGYRS SFKEAKMMIRPKYFKP 
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FIGURE 2 

FGL2 Promoter Alignment using ClustalW 1.8: 
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consensus 61 GAcAagtgtgaaCA tcaTGctg acaTGTtT gGagcaAGg actGAtA A CAaGt 
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121 Ggc CA AGacCAGgtaGAgggAc tgcG tgaAGgCagAAagcA AGAGa g Gacta 



Pig 

Human 

Mouse 




consensus 181 CcagG cTgCCtgtaggaAGgaaaGgcAAAGAtgcTGga acAaaaa gaAgtTcaGaa 
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AgA Agtgg gTAg TcAaAgA TCaCaTTtg AGcagCcgTggaAG GaCAGTa 



Pig 

Human 

Mouse 




consensus 3 01 CAAT AccaaAAtag GAaaggCAaaggagGagGCTgc gtTt g a GaaAGgC 
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gTgATGTgctttT A gTG tTCt aGtcaTtTAgaCAtTaatg TaCAcTA 



tgctgE^ 

tgct^c^gacaaaggpatagaaagtagcacttttttctcBacSagttttcttctctttt^ 
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FIGURE 2 (cont'd) 



Mouse 396 Gc mSSBR cMGTcn 

consensus 421 tgCTgcagacaaAGGgatAGAAAgtAGCacTtTTttCTCtaccAGTTtTCTTCtctTtT 
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481 CAAatAGATGAaacAaA gtCaactgcAAtaggcagAAAaaGCtGaaCTTtGTTaca TT 
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Human 

Mouse 



consensus 541 Agaaac TT TAA GTgCtTaAGAgTtca CtgAAAGtCcAacgtgaAgAAA AtAC 
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Mouse 



consensus 601 AGG TcCC AAtgCccc 1 1 c t AggaAGGAAAaAGaAc CATTTcCATTT t aGt aAc aTTT 




Pig 

Human 

Mouse 



consensus 661 ctgttc attG acaat GGatAA tAGCtCattaattTTTAtcttTaaaAACTcTTtc 




consensus 781 TTTa AAAcgcAAGacTtTtCTTgTgCTTt atAAAAta Ac atGA aGTGAAtCtTG 
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Mouse 




consensus 841 TtgaaTgtGTgcctctgActacAggaATTccAatGcg AT t aTTT gAtTGagagtaag 
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FIGURE 2 (cont'd) 
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TGACAGTTTTTGGCAAGCaE GT Tffi GATGAGGAC 

t3acagtttttggcaa§ctgcgtttgatgagg!c 
tgacagBBtttggcBIgctgcgBttgBtgaggac 
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901 TgACAGttTTTGGCaagCtgcGtTtGaTGAGGaC gTCTCCTc tTc cTgTGcG 1 1 TcTgA 
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Human 

Mouse 




consensus 961 aaCTtGTGATGcAAatGCtCCCgCCCTTTtCTGgGAACacaGAAaGCCTGAcTCAGGCaG 
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CtGc GCTaTTAAAgCagCTc gagcc tcaGc ccctGCTGGGgTGagCggCAC 



Pig 1018 
Human 994 
Mouse 994 
consensus 1081 tGcAaaG^TG^aGCTg gCTga 



jGCAgAGATGAAGCTG 
TG^AAAGATGiVAGCTG 
TGCAA^GATGi^GCTr 



r- 




Box = ATG start codon 
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FIGURE 3 

FGL2 Protein Alignment 

FGL2 Protein Alignment using ClustalW 1,8: 
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Itgapgea@dsrvrele^evnklss^lknakeeiB|glqgrlekl| 

■TGAPGEfflDSRVRELESEVNKLSSELKNAKEEI^ 
■THSB^iDSRvSELES^VNKLSSELKNAK^llGLQGRLEBLE 
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•JL VNMNNI ENYVDNKVA 
jlLVNMNTSFI ENYVDNKVA 
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LVNMNNI ENYVDnKVA 


[NLTFS VNS LDGKCS 
■NLTFWNSLDGKCS 
INLtSwNS LDGKCS 


|icPSQEQIQSRPVQHLIYKDCS@YY 
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IigkrsseB 
SIgIrssHS 


yrvtpdpknss 
yrvtpdpknss 
yrvtpdSInss 
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YRVTPDpkNSS 


FEVYCDMETMGGGWTVLQARLDGSTNFTRTw|DYK[5GFGWLRREFWLGNDKIHLLTKSKi 
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FEVYCDMETMGGGWTVLQARLDGSTNFTR@wiDYKAGFGNL@REFWLGNDKIHLLTKSKE 



241 FEVYCDMETMGGGWTVDQARLDGSTNFTRtWrDYKaGFGNLrREFWLGNDKIHIjLTKSKe 
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tpdrdndrypsgncglyyssgwwfd§clsanlngkyyhqkyigvrngifwgtwpgl!5iaq 
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FIGURE 4 



C1 



C2 



C3 



X EMBL3 SP6/T7 Porcine Genomic Library (Clontech) 

Restriction maps of 3 clones containing porcine FGL2 gene 
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FIGURE 5 



XEMBL3 SP6/T7 Porcine Genomic Library "Clone 1' 

Southern blot of restriction fragments using 
mouse fg!2 exon 1 (161 bp) and exon 2 (659bp) probes 
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FIGURE 6 



Exon 1 



XEMBL3 SP6/T7 Porcine Genomic Library "Clone 2" 

Southern blot of restriction fragments using 
mouse fg!2 exon 1 (161 bp) and exon 2 (659bp) probes 
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FIGURE 7 
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FIGURE 8 
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FIGURE 9 
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FIGURE 10 



Structure of pfgl2 gene and mRNA transcripts 
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